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<210> 1 
<211> 732 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (74) . . (442) 

<400> 1 

caaatccaga aaagatccgt tttcctaacc ttgttcgcct attttattat ttaaattgca 60 

gcaggaggga age atg tct act tta tec aat ttc aca cag acg ctg gaa 109 
Met Ser Thr Leu Ser Asn Phe Thr Gin Thr Leu Glu 
15 10 

gac gtc ttc cga agg att ttt att act tat atg gac aat tgg cgc cag 157 
Asp Val Phe Arg Arg He Phe He Thr Tyr Met Asp Asn Trp Arg Gin 
15 20 25 

aac aca aca get gag caa gag gec etc caa gee aaa gtt gat get gag 205 
Asn Thr Thr Ala Glu Gin Glu Ala Leu Gin Ala Lys Val Asp Ala Glu 
30 35 40 

aac ttc tac tat gtc ate ctg tac etc atg gtg atg att gga atg ttc 253 
Asn Phe Tyr Tyr Val He Leu Tyr Leu Met Val Met He Gly Met Phe 
45 50 55 60 

tct ttc ate ate gtg gee ate ctg gtg age act gtg aaa tec aag aga 301 
Ser Phe He He Val Ala He Leu Val Ser Thr Val Lys Ser Lys Arg 
65 70 75 

egg gaa cac tec aat gac ccc tac cac cag tac att gta gag gac tgg 349 
Arg Glu His Ser Asn Asp Pro Tyr His Gin Tyr He Val Glu Asp Trp 
80 85 90 



cag gaa aag tac aag age caa ate ttg aat eta gaa gaa teg aag gee 
Gin Glu Lys Tyr Lys Ser Gin He Leu Asn Leu Glu Glu Ser Lys Ala 
95 100 105 



397 



2 



acc ate cat gag aac att ggt gcg get ggg ttc aaa atg tec ccc 442 
Thr lie His Glu Asn lie Gly Ala Ala Gly Phe Lys Met Ser Pro 
110 115 120 

tgataaggga gaaaggcacc aagctaacat ctgacgtcca gacatgaaga gatgecagtg 502 

ccacgaggca aatccaaatt gtctttgett agaagaaagt gagttccttg ctctttgttg 562 

agaattttca tggagattat gtggttggcc aataaagata gatgacattt caatctcagt 622 

gatttatget tgcttgttgg agcaatattt tgtgctgaag acctctttta ctttccgggc 682 

aagtgaatgt cattttaatc aatatcaatg atgaaaataa agecaaattt 732 

<210> 2 
<211> 123 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Ser Thr Leu Ser Asn Phe Thr Gin Thr Leu Glu Asp Val Phe Arg 
15 10 15 

Arg lie Phe lie Thr Tyr Met Asp Asn Trp Arg Gin Asn Thr Thr Ala 
20 25 30 

Glu Gin Glu Ala Leu Gin Ala Lys Val Asp Ala Glu Asn Phe Tyr Tyr 
35 40 45 

Val lie Leu Tyr Leu Met Val Met lie Gly Met Phe Ser Phe lie lie 
50 55 60 

Val Ala lie Leu Val Ser Thr Val Lys Ser Lys Arg Arg Glu His Ser 
65 70 75 80 

Asn Asp Pro Tyr His Gin Tyr lie Val Glu Asp Trp Gin Glu Lys Tyr 
85 90 95 

Lys Ser Gin lie Leu Asn Leu Glu Glu Ser Lys Ala Thr lie His Glu 
100 105 110 

Asn lie Gly Ala Ala Gly Phe Lys Met Ser Pro 
115 120 



<210> 3 

<211> 468 

<212> DNA . 

<213> Rattus norvegicus 

<220> 

<221> CDS 

<222> (35) . . (403) 

<400> 3 

cctgtgagga atctctcatc ctcaaggggg aaac atg acc act tta gee aac ttg 55 

Met Thr Thr Leu Ala Asn Leu 
1 5 



acg cag acc ctg gag gat gec ttc aaa aag gtt ttc att act tat atg 103 
Thr Gin Thr Leu Glu Asp Ala Phe -Lys Lys Val Phe He Thr Tyr Met 
10 15 20 



3 



gac age tgg agg agg aac aca aca gec gaa caa cag gcg etc cag gee 151 
Asp Ser Trp Arg Arg Asn Thr Thr Ala Glu Gin Gin Ala Leu Gin Ala 
25 30 35 

aga gtg gat gee gag aac ttc tac tac gtc ate ctg tac etc atg gtg 199 
Arg Val Asp Ala Glu Asn Phe Tyr Tyr Val lie Leu Tyr Leu Met Val 
40 45 50 55 

atg ate ggc atg ttc gec ttc ate gtg gtg gee ate ctg gtg age acg 247 
Met lie Gly Met Phe Ala Phe lie Val Val Ala lie Leu Val Ser Thr 
60 65 70 

gtg aag teg aag egg egg gag cac tec cag gac ccg tac cac cag tac 295 
Val Lys Ser Lys Arg Arg Glu His Ser Gin Asp Pro Tyr His Gin Tyr 
75 80 85 

ate gtg gag gat tgg cag cag aag tat agg agt cag ate ttg cat ctg 343 
lie Val Glu Asp Trp Gin Gin Lys Tyr Arg Ser Gin lie Leu His Leu 
90 95 100 

gaa gac tec aag gec acc ate cat gag aac ctg ggg gcg acg ggg ttc 391 
Glu Asp Ser Lys Ala Thr lie His Glu Asn Leu Gly Ala Thr Gly Phe 
105 110 115 

aca gtg tea ccc tgataaagaa cgagagtcca tctgcccagg aaggggtgct 443 

Thr Val Ser Pro 

120 

tctgccgcct tgaagcccca ettge 468 

<210> 4 
<211> 123 
<212> PRT 

<213> Rattus norvegicus 
<400> 4 

Met Thr Thr Leu Ala Asn Leu Thr Gin Thr Leu Glu Asp Ala Phe Lys 
15 10 15 

Lys Val Phe lie Thr Tyr Met Asp Ser Trp Arg Arg Asn Thr Thr Ala 
20 25 30 

Glu Gin Gin Ala Leu Gin Ala Arg Val Asp Ala Glu Asn Phe Tyr Tyr 
35 40 ' 45 

Val lie Leu Tyr Leu Met Val Met lie Gly Met Phe Ala Phe lie Val 
50 55 60 

Val Ala lie Leu Val Ser Thr Val Lys Ser Lys Arg Arg Glu His Ser 
65 70 75 80 

Gin Asp Pro Tyr His Gin Tyr lie Val Glu Asp Trp Gin Gin Lys Tyr 
85 90 95 

Arg Ser Gin He Leu His Leu Glu Asp Ser Lys Ala Thr He His Glu 
100 105 110 

Asn Leu Gly Ala Thr Gly Phe Thr Val Ser Pro 
115 120 



<210> 5 
<211> 492 



4 



<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (93) . - (401) 

<400> 5 

aaagggactc cttgaaactg attgagagcc cagtggattt gccagcagtt tgagcttcta 60 

ccgagtcttc ccccacctca atccctgttg ct atg gag act acc aat gga acg 113 

Met Glu Thr Thr Asn Gly Thr 

1 5 

gag acc tgg tat gag age ctg cat gec gtg ctg aag get eta aat gec 161 

Glu Thr Trp Tyr Glu Ser Leu His Ala Val Leu Lys Ala Leu Asn Ala 

10 15 20 

act ctt cac age aat ttg etc tgc egg cca ggg cca ggg ctg ggg cca 2 09 
Thr Leu His Ser Asn Leu Leu Cys Arg Pro Gly Pro Gly Leu Gly Pro 
2 5 3 0 3 5 

gac aac cag act gaa gag agg egg gee age eta cct ggc cgt gat gac 2 57 
Asp Asn Gin Thr Glu Glu Arg Arg Ala Ser Leu Pro Gly Arg Asp Asp 
40 45 50 55 

aac tec tac atg tac att etc ttt gtc atg ttt eta ttt get gta act 305 
Asn Ser Tyr Met Tyr lie Leu Phe Val Met Phe Leu Phe Ala Val Thr 
60 65 70 

gtg ggc age etc ate ctg gga tac acc cgc tec cgc aaa gtg gac aag 3 53 
Val Gly Ser Leu lie Leu Gly Tyr Thr Arg Ser Arg Lys Val Asp Lys 
75 80 85 

cgt agt gac ccc tat cat gtg tat ate aag aac cgt gtg tct atg ate 401 
Arg Ser Asp Pro Tyr His Val Tyr lie Lys Asn Arg Val Ser Met lie 
90 95 100 

taacacgaga gggctgggac ggtggaagac caagacacct ggggattgcg tetggggect 461 

ccagaactct gctgtggact gcatcaggtc t 492 



<210> 6 
<211> 103 
<212> PRT 

<213> Homo sapiens 
<400> 6 

Met Glu Thr Thr Asn Gly Thr Glu Thr Trp Tyr Glu Ser Leu His Ala 
15 10 15 

Val Leu Lys Ala Leu Asn Ala Thr Leu His Ser Asn Leu Leu Cys Arg 
20 25 30 

Pro Gly Pro Gly Leu Gly Pro Asp Asn Gin Thr Glu Glu Arg Arg Ala 
35 40 45 

Ser Leu Pro Gly Arg Asp Asp Asn Ser Tyr Met Tyr lie Leu Phe Val 
50 55 60 



Met Phe Leu Phe Ala Val Thr Val Gly Ser Leu lie Leu Gly Tyr Thr 
65 70 75 80 



5 



Arg Ser Arg Lys Val Asp Lys Arg Ser Asp Pro Tyr His Val Tyr lie 
85 90 95 

Lys Asn Arg Val Ser Met lie 
100 



<210> 7 

<211> 972 

<212> DNA 

<213> Mus musculus 

<220> 
<221> CDS 

<222> (241) . . (549) 
<400> 7 

atcctggaaa cttgataatc aatgactctc taggagttgg aaatccgggg actcaaggaa 60 

gagaaacaaa acaccagtgt ttctgtctgt gcccatttgg aaccaagaga tgcaccttgc 120 

aaggaactga ggggttgtgg gacatccacg aagagatcct caaagatgtc tcagagccag 180 

cagagtctct gaactgtttg atcacattcc agctcttccc atacctcaat atctgttgct 240 

atg gag act tec aac ggg act gag acc tgg tac atg age etc cat get 288 
Met Glu Thr Ser Asn Gly Thr Glu Thr Trp Tyr Met Ser Leu His Ala 
15 10 15 

gtg ctg aag get ctg aac aca acc ctt cac agt cac ttg etc tgc egg 336 
Val Leu Lys Ala Leu Asn Thr Thr Leu His Ser His Leu Leu Cys Arg 
20 25 30 

cct ggg cca gga cca ggg cca gac aat caa act gag gat cgt egg get 3 84 
Pro Gly Pro Gly Pro Gly Pro Asp Asn Gin Thr Glu Asp Arg Arg Ala 
35 40 45 

age ctt cct ggt cgt aat gac aac tec tac atg tat att etc ttt gtc 432 
Ser Leu Pro Gly Arg Asn Asp Asn Ser Tyr Met Tyr lie Leu Phe Val 
50 55 60 

atg ttc eta ttt gee gtc act gtg ggc agt etc ate ctg gga tat acc 480 
Met Phe Leu Phe Ala Val Thr Val Gly Ser Leu lie Leu Gly Tyr Thr 
65 70 75 80 

cgt tea cgc aaa gtg gac aaa cgt agt gac ccc tat cat gtg tac ate 528 
Arg Ser Arg Lys Val Asp Lys Arg Ser Asp Pro Tyr His Val Tyr lie 
85 90 95 

aag aac cgt gtg tct atg ate tgatgtgagg aacctgaaga caatggaaga 579 
Lys Asn Arg Val Ser Met lie 
100 

ttacaatgtc tgaggattgt cttctggtgc ctccggaact caactcaacc atatcaagee 639 

acagtgtatc tatgtaagat caacaggaaa ctggtaagag gattaggtca ttattaggac 699 

cagagaagag ggactgatag gcccagtctt gtggatgaga catttttcga gacacagatg 759 

cgcattataa actcagagcc catgaacaca tatatataaa gtatggacaa ccagcaagta 819 

gaagaggaag ctgtggcgaa gggaaatggg gcagaaagat gctctggata tataatcttt 879 

taatgtatga tcttcaacat gagaaacctt gataaaactg agaatgetae ttaaaaaaaa 93 9 
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aaaaaaaaaa aaaaaaattt ccgcggccgc aag 972 

<210> 8 

<211> 103 

<212> PRT 

<213> Mus musculus 



<400> 8 

Met Glu Thr Ser Asn Gly Thr Glu Thr Trp Tyr Met Ser Leu His Ala 
15 10 15 

Val Leu Lys Ala Leu Asn Thr Thr Leu His Ser His Leu Leu Cys Arg 
20 25 30 

Pro Gly Pro Gly Pro Gly Pro Asp Asn Gin Thr Glu Asp Arg Arg Ala 
35 40 45 

Ser Leu Pro Gly Arg Asn Asp Asn Ser Tyr Met Tyr lie Leu Phe Val 
50 55 60 

Met Phe Leu Phe Ala Val Thr Val Gly Ser Leu lie Leu Gly Tyr Thr 
65 70 75 80 

Arg Ser Arg Lys Val Asp Lys Arg Ser Asp Pro Tyr His Val Tyr lie 
85 90 95 

Lys Asn Arg Val Ser Met lie 
100 



<210> 9 

<211> 1932 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (604) . . (1113) 

<400> 9 



t 



gaaccctctt 


ggactggacg 


atttgggaat 


tcaaaacttg 


ggacaaactg 


teagecttgg 


60 


taagtcagca 


aggctacact 


ttgctttcag 


aaacatttaa 


aagagggaca 


tttttgccaa 


120 


ttaatagatg 


aatttttttc 


ctttattttc 


ttcctgcttt 


tctttgttct 


aaggaaacat 


180 


tgttttgaat 


ttaaaatagt 


ttggttttgg 


aaacacaatg 


taaactttgt 


ttctgctcag 


240 


ttaaaatacg 


tttcccagtt 


ttaaagatac 


tatttactgt 


atgctcctgt 


cttacattga 


300 


tttttttttt 


aatcaaagta 


atactgetea 


ctacaaacag 


gacaaatgtg 


tacactaaaa 


360 


aaaaaaaaaa 


agtccttctt 


acttttccca 


gtgaaccttc 


ccgggcttct 


ctcccgtgca 


420 


ctccaagccc 


tcatagctca 


ctcttgtcag 


ctgtttggct 


tatgetattt 


etttcatgea 


480 


cttttaagct 


tttttggtat 


tgcagttcca 


caaacctcgt 


gctcccccac 


ctccctggcc 


540 


caggacctgg 


gggagagtct 


aacctgcggc 


tttttcccag 


cccctgctgt 


ggaggcagee 


600 


tea atg ctg aaa atg gag cct ctg ; 
Met Leu Lys Met Glu Pro Leu \ 


aac age acg 
ksn Ser Thr 


cac ccc ggc acc gec 
His Pro Gly Thr Ala 


648 



10 15 



7 



gcc tec age age ccc ctg gag tec cgt gcg gec ggt ggc ggc age ggc 6 96 
Ala Ser Ser Ser Pro Leu Glu Ser Arg Ala Ala Gly Gly Gly Ser Gly 
20 25 30 

aat ggc aac gag tac ttc tac att ctg gtt gtc atg tec ttc tac ggc 744 
Asn Gly Asn Glu Tyr Phe Tyr lie Leu Val Val Met Ser Phe Tyr Gly 
35 40 45 

att ttc ttg ate gga ate atg ctg ggc tac atg aaa tec aag agg egg 792 
lie Phe Leu lie Gly lie Met Leu Gly Tyr Met Lys Ser Lys Arg Arg 
50 55 60 

gag aag aag tec age etc ctg ctg ctg tac aaa gac gag gag egg etc 840 
Glu Lys Lys Ser Ser Leu Leu Leu Leu Tyr Lys Asp Glu Glu Arg Leu 
65 70 75 

fc 99 999 9 a 9 9 CC at 9 aa 9 cc 9 ctg ccc gtg gtg teg ggc ctg agg teg 888 
Trp Gly Glu Ala Met Lys Pro Leu Pro Val Val Ser Gly Leu Arg Ser 
80 85 90 95 

gtg cag gtg ccc ctg atg ctg aac atg ctg cag gag age gtg gcg ccc 936 
Val Gin Val Pro Leu Met Leu Asn Met Leu Gin Glu Ser Val Ala Pro 
100 105 110 

gcg ctg tec tgc acc etc tgt tec atg gaa ggg gac age gtg age tec 984 
Ala Leu Ser Cys Thr Leu Cys Ser Met Glu Gly Asp Ser Val Ser Ser 
115 120 125 

gag tec tec tec ccg gac gtg cac etc acc att cag gag gag ggg gca 1032 
Glu Ser Ser Ser Pro Asp Val His Leu Thr He Gin Glu Glu Gly Ala 
130 135 140 

gac gat gag ctg gag gag acc teg gag acg ccc etc aac gag age age 1080 
Asp Asp Glu Leu Glu Glu Thr Ser Glu Thr Pro Leu Asn Glu Ser Ser 
145 150 155 

gaa ggg tec teg gag aac ate cat cag aat tec tagcaccccc gggacccctg 1133 
Glu Gly Ser Ser Glu Asn He His Gin Asn Ser 
160 165 170 

ccggtggctc catcagccag caaccttaga gagaggaaag acagttttca agtgtctggt 1193 

ttcactttca cagtgegget gecactttga agagaccctt ggtaaacccc tgattcgggg 1253 

tggggtgggg gactaggctc agccggaacc agcaccttca aggagtcegg gaggtgcctg 1313 

tggtttgcac ccaccactga aaaagccgcg aagatgegea gcgcgtacac tgactttggg 13 73 

gcctgggtgt tgggggttct gatcagaatt gggcgggatg atatgtttgc cattttctca 1433 

ctggatgccc tgggtagctc ctgcagggtc tgcctgttcc cagggctgcc gaatgettta 1493 

ggacacgctg agagactagt tgtgatttgc tattttgect agagctttgt ccttctagat 1553 

ctgattggct gtaagtatct ctactgtgta cctgtggcat tccttcacag tgggttacaa 1613 

gcttcttttg gattagaggg ggatttttga tgggagaaag ctggagatct gaacccagcc 1673 

catttgeaca ctataagaaa aaaaagtaac ttttaaacct gttaacattg geeggggtta 1733 

taagagatga tcttctattt tgaccttttg tctaacttat gaccttgaac tctgacctgt 1793 

gaecatgeag catcacatga tggcatgacg ttctttggat cagaagagct tccccagaat 1853 



8 

ctaacctgca ctcccgatgg tggttcagga gactcttcct gatctttcta gaaggggtaa 1913 
agtggggttg aacaaggcc 1932 

<210> 10 
<211> 170 
<212> PRT 

<213> Homo sapiens 
<400> 10 

Met Leu Lys Met Glu Pro Leu Asn Ser Thr His Pro Gly Thr Ala Ala 
15 10 15 

Ser Ser Ser Pro Leu Glu Ser Arg Ala Ala Gly Gly Gly Ser Gly Asn 
20 25 30 

Gly Asn Glu Tyr Phe Tyr lie Leu Val Val Met Ser Phe Tyr Gly lie 
35 40 45 

Phe Leu lie Gly lie Met Leu Gly Tyr Met Lys Ser Lys Arg Arg Glu 
50 55 60 

Lys Lys Ser Ser Leu Leu Leu Leu Tyr Lys Asp Glu Glu Arg Leu Trp 
65 70 75 80 

Gly Glu Ala Met Lys Pro Leu Pro Val Val Ser Gly Leu Arg Ser Val 
85 90 95 

Gin Val Pro Leu Met Leu Asn Met Leu Gin Glu Ser Val Ala Pro Ala 
100 105 110 

Leu Ser Cys Thr Leu Cys Ser Met Glu Gly Asp Ser Val Ser Ser Glu 
115 120 125 

Ser Ser Ser Pro Asp Val His Leu Thr lie Gin Glu Glu Gly Ala Asp 
130 135 140 

Asp Glu Leu Glu Glu Thr Ser Glu Thr Pro Leu Asn Glu Ser Ser Glu 
145 150 155 160 

Gly Ser Ser Glu Asn lie His Gin Asn Ser 
165 170 



<210> 11 
<211> 2499 
<212> DNA 

<213> Mus musculus 

<220> 

<221> CDS 

<222> (86) . . (595) 

<400> 11 

aacatcctca gatttggccg tttaagagtt ccacacttgg gacaaactgt cagcttttga 60 

tcccggctgt gtgagcggca attca atg ctg agg atg gag cct ctg aac age 112 

Met Leu Arg Met Glu Pro Leu Asn Ser 
1 5 



aca tac ccc age get gca gee tec age age ccc etc gag tec cat gtg 
Thr Tyr Pro Ser Ala Ala Ala Ser Ser Ser Pro Leu Glu Ser His Val 
10 15 20 25 



160 



9 



cct agt aac age agt ggt aat ggc aat gaa tac ttc tat att ttg gtc 208 

Pro Ser Asn Ser Ser Gly Asn Gly Asn Glu Tyr Phe Tyr lie Leu Val 
3 0 3 5 4 0 

gtt atg tec ttc tat ggc gtt ttc ctg ate gga ate atg ctg ggc tac 256 

Val Met Ser Phe Tyr Gly Val Phe Leu lie Gly He Met Leu Gly Tyr 
45 50 55 

atg aaa tec aag agg egg gag aag aag tec age ctt ctg ctg ttg tac 3 04 

Met Lys Ser Lys Arg Arg Glu Lys Lys Ser Ser Leu Leu Leu Leu Tyr 
60 65 70 

aaa gac gag gag agg ctg tgg ggg gag get atg aag ccg eta cct atg 352 

Lys Asp Glu Glu Arg Leu Trp Gly Glu Ala Met Lys Pro Leu Pro Met 
75 80 85 

atg tec ggc ttg agg tea ggg bag gtg ccc atg atg ctg aat atg ctg 400 

Met Ser Gly Leu Arg Ser Gly Gin Val Pro Met Met Leu Asn Met Leu 
90 95 100 105 

cag gag agt gtg gcg ccg gca ctg tec tgc act ctt tgc teg atg gaa 448 

Gin Glu Ser Val Ala Pro Ala Leu Ser Cys Thr Leu Cys Ser Met Glu 
110 115 120 

999 9^c agt gtg age tec gag tec tec tct cct gat gtg cac ctt ccc 496 

Gly Asp Ser Val Ser Ser Glu Ser Ser Ser Pro Asp Val His Leu Pro 
125 130 135 

ate cag gag gag ggg get gat gac gag ctg gag gag ace tec gag acg 544 

He Gin Glu Glu Gly Ala Asp Asp Glu Leu Glu Glu Thr Ser Glu Thr 
140 145 150 

cct etc aac gac age agt gaa ggc tct tec gag aac ate cac cag aat 592 

Pro Leu Asn Asp Ser Ser Glu Gly Ser Ser Glu Asn He His Gin Asn 
155 160 165 

tec tagcacccac caggtgetag gaggtagctc egtaagctae acttgacaga 645 

Ser 

170 



gggaagacac 


ttgccaagtg 


ccgggtttcg 


ettttgetet 


gcggctgcca 


cattgaacag 


705 


actgagggca 


agctccaaaa 


tggggcaggg 


agagacaagg 


ctcagctgca 


gtccttgagg 


765 


ttcctgtggg 


actcatctct 


gaaaaagtcc 


cagagacata 


cagcatgacc 


attgactctg 


825 


gggcctgggt 


ggtggtgggt 


ctgtggtcag 


catctggctg 


gataatgtgg 


tgttttttca 


885 


ctggaggccc 


tgggtaactt 


ctgcagcatc 


tgtctgtgcc 


cagggctgac 


aactgcccag 


945 


ggcaggctga 


aggactegtt 


tegatttget 


aattttccta 


gagctttgtt 


cttctagatc 


1005 


tgatgggctg 


taagtatctt 


taatgtgtgc 


ctgtggcatt 


cgattagaga 


cagttatata 


1065 


tttcacttgg 


aggtgggaga 


aagctgaaga 


gagaacccag 


attgtttgca 


caatgeaaag 


1125 


ggagaaggta 


attegtacac 


atgtctgaat 


tagctgggag 


tataagctat 


gacctcatct 


1185 


gagcttttgt 


ctcacctgtg 


agcttgaact 


ctacagcatt 


gcaggtgagc 


atggctttct 


1245 


ttgecagtea 


gcttcctcat 


aaccaagcct 


geatteggga 


tggctgttca 


tggtggtcct 


1305 


cctgaccttc 


acagattggg 


taatggtggg 


gttatacaag 


gecaaatcat 


tgacagctct 


1365 
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gcLgcagcLc 


u u u uu cccag 


cctagtt t tc 


tgaggecaga 


aaggacacat 


gtgggcctca 


14 2 5 


4— o |- /-» s°Y^r^T 

LaaLdcgggg 


ttttgtcacg 


tagc tggacc 


ctggaagggc 


at act taggc 


gagat cgagc 


14 8 5 


agagc tgggg 


t tcaagcaat 


gtgc t tcctg 


gtc tgagece 


tgacactcat 


t cac tgt gag 


1545 


gttc tgggca 


tgt cat cac a 


agat t ctgee 


tacatgaggc 


tcctgaggc t 


gtgcagcccc 


1605 


agggggctgg 


gaggacat c t 


t tagact t tg 


tac tgtgtga 


t aaat cc t cc 


acagee tggt 


1665 


g «ggo.cig t- 


t. cgga.gcaag 


caucuccccu 


t tggcege 1 1 


agt c tggaga 


aagatgtgt t 


17 2 5 


ga.cttaa.aga 


cacagt tgga 


gac tt tggat 


4— **m 4- ^v4— n n 4- 

atgtgtagc t 


ggggaat teg 


&99ctggatc 


1785 


atcggcc t tc 


c ttac tgtgg 


ctt tcccagg 


atgcgactga 


agaagc tggc 


agcatagttt 


184 5 


cctc tgcaga 


gt cgtgtgga 


tgggaggatg 


ttaacacacc 


caaccgaggg 


aaagagaaat 


1905 


t taaagggag 


ctactcaaga 


get ttgeage 


aggctcttgt 


geccttagaa 


gaccagaagg 


1965 


aagcagaaaa 


c t ccccaaag 


4- *~1 — « — I .»■■» 4— 4- 4- 

gtcaagt t tg 


cctctagtgc 


aaaacct tc t 


taatttttat 


202 5 


t t a t c tgaac 


tc tec c tgga 


t tgagacaga 


gcagtcacta 


atgtccccat 


gaggggttaa 


2 08 5 


cac t ataagg 


age tgt t t t t 


c tcaatcagt 


tttgacacag 


agatagaaag 


gtaatttatg 


214 5 


1 1 agaggcgg 


aaaggggece 


t c tgttcact 


ttaagattca 


gagtgtggat 


caactccaaa 


2205 


gggggccgtt 


taagttgaaa 


gaagccaagt 


taagtttggc 


ctcgtgcctg 


gaatcacttg 


2265 


aattctgaaa 


etttactgeg 


acagacatgt 


gcgttgtcac 


attttccatt 


gcttaatcct 


2325 


ggtttggtgc 


aagtctgtct 


gcgcctgtta 


caaagtgatg 


tatatacttc 


cttccagtat 


2385 


gctgagttgt 


agacaattgt 


ctggtgtatt 


taatggtttg 


taattttcac 


gatatttttt 


2445 


aatttaaata 


aacacatttt 


cgatatgaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aatt 


2499 



<210> 12 
<211> 170 
<212> PRT 

<213> Mus musculus 
<400> 12 

Met Leu Arg Met Glu Pro Leu Asn Ser Thr Tyr Pro Ser Ala Ala Ala 
15 10 15 

Ser Ser Ser Pro Leu Glu Ser His Val Pro Ser Asn Ser Ser Gly Asn 
20 25 30 

Gly Asn Glu Tyr Phe Tyr lie Leu Val Val Met Ser Phe Tyr Gly Val 
35 40 45 

Phe Leu lie Gly lie Met Leu Gly Tyr Met Lys Ser Lys Arg Arg Glu 
50 55 60 

Lys Lys Ser Ser Leu Leu Leu Leu Tyr Lys Asp Glu Glu Arg Leu Trp 
65 70 75 80 

Gly Glu Ala Met Lys Pro Leu Pro Met Met Ser Gly Leu Arg Ser Gly 
85 90 95 

Gin Val Pro Met Met Leu Asn Met Leu Gin Glu Ser Val Ala Pro Ala 



11 



100 105 110 

Leu Ser Cys Thr Leu Cys Ser Met Glu Gly Asp Ser Val Ser Ser Glu 
115 120 125 

Ser Ser Ser Pro Asp Val His Leu Pro lie Gin Glu Glu Gly Ala Asp 
130 135 140 

Asp Glu Leu Glu Glu Thr Ser Glu Thr Pro Leu Asn Asp Ser Ser Glu 
145 150 155 160 

Gly Ser Ser Glu Asn lie His Gin Asn Ser 
165 170 



<210> 13 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : PCR primer for 
mutation screening 

<400> 13 

ccgttttcct aaccttgttc g 21 



<210> 14 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : PCR primer for 
mutation screening 

<400> 14 

agcatcaact ttggcttgga g 



<210> 15 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : PCR primer for 
mutation screening ^ 

<400> 15 

gtcttccgaa ggatttttat tac 23 



<210> 16 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PCR primer for 
mutation screening 



<400> 16 



12 

gttcccgtct cttggatttc a 21 



<210> 17 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : PCR primer for 
mutation screening 

<400> 17 

aatgttctct ttcatcatcg tg 22 



<210> 18 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : PCR primer for 
mutation screening 

<400> 18 

tgtctggacg tcagatgtta g 21 



<210> 19 

<211> 09 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :HA residues for 
epitope mapping 

<400> 19 

Tyr Pro Tyr Asp Val Pro Asp Tyr Ala 
1 5 



<210> 20 

<211> 14 

<212> PRT 

<213> Artificial 



Sequence 



<220> 

<223> Description of Artificial Sequence : cmyc residues 
for epitope -mapping 

<400> 20 

lie Ser Met Glu Gin Lys Leu lie Ser Glu Glu Asp Leu Asn 
15 10 



<210> 21 

<211> 130 

<212> PRT 

<213> rattus norvgecicus 



<400> 21 

Met Ala Leu Ser Asn Ser Thr Thr Val Leu Pro Phe Leu Ala Ser Leu 



13 



15 10 15 

Trp Gin Glu Thr Asp Glu Pro Gly Gly Asn Met Ser Ala Asp Leu Ala 
20 25 30 

Arg Arg Ser Gin Leu Arg Asp Asp Ser Lys Leu Glu Ala Leu Tyr lie 
35 40 45 

Leu Met Val Leu Gly Phe Phe Gly Phe Phe Thr Leu Gly lie Met Leu 
50 55 60 

Ser Tyr lie Arg Ser Lys Lys Leu Glu His Ser His Asp Pro Phe Asn 
65 70 75 80 

Val Tyr lie Glu Ser Asp Ala Trp Gin Glu Lys Gly Lys Ala Leu Phe 
85 90 95 

Gin Ala Arg Val Leu Glu Ser Phe Arg Ala Cys Tyr Val lie Glu Asn 
100 105 110 

Gin Ala Ala Val Glu Gin Pro Ala Thr His Leu Pro Glu Leu Lys Pro 
115 120 125 

Leu Ser 
130 



<210> 22 

<211> 129 

<212> PRT 

<2 13 > homo sapiens 

<400> 22 

Met lie Leu Ser Asn Thr Thr Ala Val Thr Pro Phe Leu Thr Lys Leu 
15 10 15 

Trp Gin Glu Thr Val Gin Gin Gly Gly Asn Met Ser Gly Leu Ala Arg 
20 25 30 

Arg Ser Pro Arg Ser Gly Asp Gly Lys Leu Glu Ala Leu Tyr Val Leu 
35 40 45 

Met Val Leu Gly Phe Phe Gly Phe Phe Thr Leu Gly lie Met Leu Ser 
50 55 60 

Tyr lie Arg Ser Lys Lys Leu Glu His Ser Asn Asp Pro Phe Asn Val 
65 70 75 80 

Tyr lie Glu Ser Asp Ala Trp Gin Glu Lys Asp Lys Ala Tyr Val Gin 
85 90 95 

Ala Arg Val Leu Glu Ser Tyr Arg Ser Cys Tyr Val Val Glu Asn His 
100 105 110 

Leu Ala lie Glu Gin Pro Asn Thr His Leu Pro Glu Thr Lys Pro Ser 
115 120 125 



Pro 



